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L A method for identifying and/or quantifying a biological organism or 

component thereof comprising: 

contacting a target comprising the organism or components thereof whh 
capture molecules bound to an insoluble solid support; and 

detecting, quantifying and/or recording a signal resulting from the spectre 
binding between said targets and their corresponding specific capture molecules, 
wherein said capture molecules are bound to an insoluble solid support surface at a 
specific location in an array, said array having a density of a, leas, 4 different bound capture 

molecules/cm 2 of solid support surface, and 

wherein the binding between targets and their corresponding capture molecules forms 

domination of a target being specific for said organtsm or its components from other 
related organisms or other related components. 

2. The method of claim 1, wherein said organism or component is present in a 
sample among at least 2 other related organisms or components. 

3. The method of claim 1, wehrein said organism or component is present in a 
sample among at least 4 other related organisms or components. 

4. The method of claim 1, further comprising extracting orginal components 

from said organism. . 

5. The method of claim 1, further comprising labeling sard organism or its 

components as targets. 

6 The method of claim 1, wherein said organism is a microorgamsm. 

7 The method of claim 1. further comprising the step of identifying and/or 
q uan,ifying the presence of several groups, sub-gronps or sub-sub-groups of component, or 
organisms comprising satd components being related to each other until posstble tndtvtdua. 
components or organisms wherein the bindtng between targets and corresponding specftc 
capture molecules forms a signal a, an expected location allowing the identified,, of a 
target specific of a group, sub-group or snb-sub-group of components or orgamsms 
comprising said components. 



, The method of Ca.m 7, wherein the array contains .wo ca,egories ol eap.ure 
m0 ,ecule,afirs, one being specific for individual .urge, components or their sub-groups and 
the second one being specific for all the components of the group. 

, The method of claim 1. wherein the components to detect are nucleot.de 

seauences bound to the solid support surface as arrays. 

To The me.hod of claim 9, where.n .he fir, ca.egory of capture molecules has 
seq uence le„,h specific of the targe, of abou, 3 and ahon, 60 bases and where, ..second 
Igory of capture nucleotide sequences has a sequence length spec.fic of the targe. 

comprised between about 10 and about 1000 bases. 

„. The m e.hodofclaim 10, wherein sa.d seconder of cap.nrenuc,eo 

„hasaseque„ce ,e„g.h specificof.be .urge, comprised between abou, ,00 and 600 



bases. 



12 The memod of claim 9, wherein the amplified .arge, sequences are 
homologous polynucleotides and are discriminated on the array upon correspond 
nolvnucleotide capture sequences. 

13 . The method of claim 9, wherein the amp.ified origtnal polynucleot.de 

seauences are DN A nucleotide sequences. 

,4. The identification me.hod of cla.m 9, wherein all or mos, of the ampl.fied 
sequences are obtained by PCR with the same primer pair. 

' 15 The method of claim 9, wherein the presence of any ampl.fied sequence ,s 
fi^deteeddnring fine genefie amplification cycles and .hereafter .den.if.ed on , he arra, 

16 The me,hod of claim 9. wherein ,he s,ep of de.ee.ing the presence of any 
amplified sequences and the genetic amp.ificat.on s.ep are performed in a same chambe, 

,, The method of claim 9, wherein the amplified nucleo.ide sequence , mRNA 
firs. re.ro.ranscribed in.o cDNA with the same primer pair. 

,8. The method of Cairn 9. wherein the nucleotide sequences are eop.ed by ustng 

,heS TT r me,hod of claim 9, where.n .He specific sequence of .he eap.ure 
nuc ,eo,,de sequence, able to hybridize with their corresponding targe, nucleotide sequence., 
separated from the surface of the solid support by a spacer having a, leas, 6.8 nm. 
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20. The method of claim 10. wherein said spaeer is a nucleotide sequence of 

between about 1 5 and about 1 000 bases. 

21 . The method of claim 19. wherein said spaeer is a nucleotide sequence ol 

between about 30 and about 1 20 bases. 

2 , The method of claim 19, wherein the spacer is a polymeric chain ot a. leas, 10 
atoms selected from the group conststing of po.y-ethyleneglycol. polvaminoactds. 
pCyacrylamides. poly-aminosaecharides, po.ygluctdes, polyamides, polyacrylates. 
polycarbonates, polyepoxides, poly-ester and a mixture thereof. 

23 The method of claim 19, wherein said polymeric chain is branched. 

24 The method of claim 9, wherein the length of the speciftc sequence of the 
capture nucleottde sequence able to hybridize with the corresponding target nueleohde 
sequences is comprised between about 5 and about 60 bases. 

25. The method of Clatm 24, wherein the corresponding target nucleottde 
sequences is comprised between about 20 and about 30 bases. 

,6 The method of Cairn 9, wherein the density of the capture nucleottde 
sequences bound to the solid support surface at a speciftc location is greater than .0 fmoles 

per cm 2 of solid support surface. 

27 The method of claim 9. wherein the density of the capture nucleottde 
sequences bound to the solid support surface a, a specific location is greater than 100 fmoles 

per cm 2 of solid support surface. 

28 The method of claim 9, wherein the capture nucleotide sequences bound to the 
solid support surface a. a specific location are bound to the support by covalen, bindtng. 

29. The method of claim 9. wherein the capture nucleotide sequences bound to the 
solid support surface at a specific location are polynucleotides. 

30 The method of claim 9, wherein the target nucleotide seqnence(s) to be 
detected present(s) a homology of greater than about 40% with other homologous nucleottde 
sequences. 

31 The method of claim 9. wherein the target nucleotide sequence(s) to be 
detected present(s) a homology of greater than about 60% with other homologous nucleottde 
sequences. 
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32 The method of claim 9. wherein the target nueleotide sequence(s) to be 
detected present,*) a homology of greater than about 80% with other homologous nudeottde 

sequences. , 

33 The method of claim 9. wherein the target nueleotide sequences are labelled 
by a marker and wherein the signal resulting from hybridation by comp.emen.ary bases 
pairing between the targe, nucleotide sequence and its corresponding capture nucleottde 
sequence is obtained from the detection of said marker. 

34 The method of claim 9, wherein the target nucleotide sequences are cut tnto 
pieces before putting into contact with the single stranded capture nucleotide sequences 
bound to the solid support. 

35 The method of claim 9, wherein other primers are present in the amphficatton 
step for the amp.ifrcation of other nueleotide sequences, such as an antibiotic resistance 

determining sequence. 

36 The method of claim 9, wherein the nucleotide sequences to be detected 
and/or be quantified are RNA sequences submitted to a retro-transcription of the 3' or 5' end 
by using a member selected from the group consisting of a consensus prtmer and a stopper 
sequence. 

37 The method of claim 9, wherein the solid support surface comprtscs capture 
nucleotide sequences specific for the binding of homologous targe, nucleotide sequences 
together with a consensus sequence for a common detection. 

38 The method of claim 9, wherein the solid support comprises capture 
nucleotide sequences specific for the identification of two or more staphylococcus spectes 
together with a consensus sequence for a Staphylococcus genus identtficatton. 

39 The method of claim 9, wherein the ortginal sequence to be identified and/or 
quantified in the sample differs from at least one of its homologous sequences present m the 

sample by one or more base(s). 

40. The method of claim 9, wherein the arrays contained two to four capture 
nucleotide sequences differing from each other by one or more base(s). 

41 The method of claim 1, wherein the component to be detected and/or 
quantified is a protein and the capture molecule an antibody or an hypervariab.e portton 
thereof. 
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42 . The m e,hoo of c,a, m 4,. .herein ,he ^ is bound «, .he capu-re n»,ec,e 
by °T tfLhoo o f Cairo 3, where, ,he capPare nroiecuie * • — 

"": ;: ;«- .. .... — « — - - - •* 

— r -t^ . — ■ - — - 
— : " rrr:"- - — . - — - 



83 



56 The method of c,a im 7. where, me 8 roup. subgroup or individual targets 
c ■ i • pniK cnecies subtypes or individual organisms. 

-Tt™"^ — - ram "- 8enus - sp£C,es ' sub,ypes or 

,nd,vij i; 5 arc :;:ii d „ f ^ „. — — . . - ~ „ ^ 

, , , d from .he group consisting of Staphylococcus, Enterococcus. 
r ^ iTott I P— , Cam^acer, Enterobacter, Neisseria, 

— * — - 
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polynucleotides 



7 The diagnostic « of claim 62. where.n the insoluble solid supper, is selected 
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form at selected from the group consisting of slides, discs, ge, layers and microtis. 

66 The diagnostic ki, of claim 62, wherein the eap.nre molecules are spectre to 
larg et component to be detected and/or quantified, said component being specific for a gene 
or rotemlected from the group ^.S*—^^^ 
faly, G coupled receptor family, cytochrome P450 forms family and generally modrfied 

plants family. .„ . fl , 

67. The diagnostic kit of claim 62. for the identification and/or quanttficatron of 3 

or more SNP sequences. 

68. The diagnostic ki, of Cairn 62, for the identification of the polymorphs of 

an orgamsm. ^ ^ ^ ^ ^ ^ fa ^ of 

the genotyping of an organism. 

70 The diagnostic ki, of claim 62. composing chambers for performmg a genet.c 
amplification together with the rdentifieation and/or quantification of amplified nucleohde 

T The diagnostic ki, of claim 62, composing chambers wherein the detection for 
the presence of any amplified sequences of an organism and the genetic amplified are 
performed in the same chamber. 

72 The diagnosfic ki, of claim 68, wherein said organism is a microorgamsm. 

73 The diagnosfic ki, of claim 69, wherein said organism is a microorgamsm. 

74 The diagnostic kit of claim 71, wherein said organism is a microorgamsm. 

75 A diagnosfic and/or quantifiea.ron apparatus for detecting or quanffymg an 
orgamsm or component possibly present in a sample containing other related organisms 
which comprises: 

capture molecules bound to an insoluble solid support surface at specfic 
locatrons according to an array, sard capture molecules being able to discriminate 
between related organisms or components, said array having a density of a, least 
bound capture molecules in a discrete region per cm? solid support surface; 
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a detection and/or quantification device of a signal formed at the location of 
the binding between said target molecule obtained or corresponding to said organism 
or component and said capture molecule; and 

a computer program for recognizing the discrete regions bearing the bound 
target molecules upon its corresponding capture molecules and their locations. 
76 The apparatus of Claim 75 further comprising components for correlating the 
presence of the signal at these locations with the diagnostic and/or the quantification of the 

said organism or component. 

77. The diagnostic and/or quantification apparatus of claim 75, further comprising 
a reading device of information recorded upon a surface of said solid support. 

78 The diagnostic and/or quantification apparatus of claim 75, further comprising 
genetic amplification components for the amplification of target nucleotide sequences 
obtained from said organism or a component thereof by PGR performed previously or in real 
time together with the identification of an organism or its components. 

79. The diagnostic and/or quantification apparatus of claim 75, wherein said 
organism is a microorganism. 
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